The authors regret an oversight on their part resulting in the omission of some important information from the work. They failed to state where the proteomic analysis whose results they included in the paper has been performed. They also omitted several facts regarding the methodology of the analysis. As the authors highly regard the analytical service provided by the laboratory to which they missed to give credit in the papers, they wish to rectify the situation by including the below to the Acknowledgments section:
data filtering were carried out with MScan software, developed in-house (http://proteom.ibb.waw.pl/mscan/). The lists of peptides that matched the acceptance criteria from the LC-MS/MS runs were merged into one common list. This common list was overlaid onto 2-D heat maps generated from the LC-MS profile datasets by tagging the peptide-related isotopic envelopes with corresponding peptide sequence tags on the basis of the measured/theoretical mass difference, the deviation from the predicted elution time, and the match between the theoretical and observed isotopic envelopes. A more detailed description of the quantitative extraction procedure implemented by our in-house software is available in [1] . The abundance of each peptide was determined as the height of a 2-D fit to the monoisotopic peak of the tagged isotopic envelope. Quantitative values were normalized with LOWESS, proteins with more than 80% common peptides were clustered and the peptides unique for the cluster were used for statistical analysis. Statistical significance was assessed with an in-house software Diffprot [2] . Only proteins with q-value below 0.05 or those present in only one of two compared analytical groups were taken into consideration during further analysis. The protein concentration was measured by Bradford's method.
